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GTC GTT TTA CAA CGT AAA GAC TGG GAT AAC CCT GGC GTT ACC CAA CTT 
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GAC GCC CGC ACC GAT CGC CCT TCC CAA CAG TTG CGC AGC CTG AAT GGC 
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GAA TGG CGC TTT GCC TGG TTT CCG GCA CCA GAA GCG GTG CCG GCA AGC 
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TTG CTG GAG TCA GAT CTT CCT GAG GCC GAT ACT GTC GTC GTC CCC TCA 
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